The RNA silencing pathways modulate responses to certain stresses, and can be partially tuned by several hormones such as salicylic acid (SA) and abscisic acid (ABA). Although SA and ABA are often antagonistic and often modulate different stress responses, they have similar effects on virus resistance, which are partially achieved through the antiviral RNA silencing pathway. Whether they play similar roles in regulating the RNA silencing pathway is unclear. By employing coexpression and promoter analyses, we found that some ABA-and SA-related transcription factors (TFs) are coexpressed with several AGO, DCL, and RDR genes, and have multiple binding sites for the identified TFs in the queried promoters. ABA and SA are antagonistic with respect to the expression of AGO1 and RDRs because ABA was able to induce these genes only in the SA mutant. Nevertheless, both hormones showed similarities in the regulation of other genes, for example, the induction of AGO2 by ABA was SA-dependent, indicating that ABA acts upstream of SA in this regulation. We inferred that the similar effects of ABA and SA on some genes resulted in the redundancy of their roles in resistance to bamboo mosaic virus, but that the two hormones are antagonistic with respect to other genes unrelated to their biosynthesis pathways.
Introduction
Plants employ hormones to tune their responses to environmental stimuli or developmental changes. Several hormones, including abscisic acid (ABA) and salicylic acid (SA), exhibit antagonistic interrelations that help plants balance their responses in order to limit the associated fitness costs. ABA is well-known for its role in plant responses to abiotic stress and for its multifaceted roles in plant-pathogen interactions [1] [2] [3] . SA, in contrast, has long been known to regulate plant defenses against biotrophs by priming systemic acquired resistance [4] .
Although ABA and SA exhibit antagonistic interrelations in response to biotic and abiotic stresses [5] [6] [7] [8] , a few reports indicated that they share some integrative effects in modulating specific responses. In guard cells, for example, the SA signaling pathway merges with the ABA signaling pathway through Ca 2+ -dependent protein kinases to regulate stomatal closure [9] . Regarding resistance to viruses, both hormones have been reported to increase plant resistance to several pathogenic viruses partially through the RNA silencing pathway [10] [11] [12] [13] . For instance, ABA regulates the expression of argonautes (AGO) 1, 2, 3, and 4 and the microRNA 168a [3, 14] , and induces resistance to infection by bamboo mosaic virus (BaMV), mainly through its effects on AGO2 and AGO3 [3] . ABA and AGO2 are also involved in resistance to potato virus X (PVX) in Arabidopsis thaliana. PVX replicates very weakly in A. thaliana due to the effect of AGO2 on resistance [15] , and impairment of the ABA pathway reduces the accumulation of AGO2 and allows PVX to accumulate and move systemically [3] . SA also induces the expression of RNA-dependent RNA polymerase (RDR) 1 in A. thaliana and contributes in resistance to plum pox virus by enhancing the production of virus-derived short-interfering RNAs (vsiRNAs) [13, 16, 17] . Nevertheless, the effects of ABA and SA on the antiviral RNA silencing pathway are incompletely understood, and there is little information of whether or how these hormones affect the majority of the genes involved in this pathway. The key genes in the RNA silencing pathway include the dicer-like (DCL), RDR, and AGO gene families [18, 19] . There are several other genes that maintain the integrity of the RNA silencing pathway [18, 19] . However, the diversity and the proposed redundancy of several genes in the AGO, DCL, and RDR families have motivated us to investigate the involvement of these genes in ABA-and SA-mediated effects in Arabidopsis.
Given that ABA and SA are antagonistic to each other in response to abiotic stress and nonviral infections (bacterial and fungal), but share some similarities in inducing resistance/tolerance to viral infections; the objective of the current research was to determine how SA and ABA regulate genes involved in the antiviral RNA silencing pathway and whether the two hormones act in a parallel, antagonistic, or hierarchical manner in regulating the targeted genes. To accomplish this, we used PlantPan 2.0 to conduct coexpression analyses of SA-and ABA-related transcription factors (TFs) that may regulate genes in the AGO, DCL, and RDR families. PlantPan 2.0 contains a large number of experimentally verified TF matrices as well as coexpression profiles of TFs and their target genes under various conditions [20] . We measured the expression of AGO, DCL, and RDR genes in SA-or ABA-treated wild type (WT) A. thaliana seedlings and in seedlings of the SA-mutant sid2-1, ABA-mutant aao3, and their double mutant sid2-1:aao3. Finally, we determined how impairment of the SA and ABA pathways affects plant susceptibility to BaMV, which is a potexvirus [21] with a positive-sense single-stranded RNA genome [22, 23] that is packed in flexible filamentous particles [24] . To study plant-virus interaction, most researchers have used mature plants (usually 25 days old for Arabidopsis) and have collected samples 5 to 20 days postinfection. As a consequence, it remains unclear how younger plants respond to virus infection and hormone treatments. In this study, we used 6-day-old A. thaliana seedlings to investigate the effects of ABA and SA on the antiviral RNA silencing pathway. Our results showed that ABA and SA have similar positive effects on the expression of several AGO genes, with one exception (ABA-induction of AGO2 was found to be SA-dependent). On the other hand, both hormones exhibited mutual antagonism of AGO1 and RDR expression in that ABA clearly induced those genes in the SA mutant sid2-1. The effects of these hormones on the expression of RNA silencing genes might be spatiotemporally regulated because the responses of some genes differ depending on tissue and plant age.
Results

Binding Sites of Several TFs
Regulated by ABA and SA Are Located in the Promoter Regions of Genes Belonging to the AGO, DCL, and RDR Families PlantPan 2.0 provides a large number experimentally verified matrices of TFs and their binding sites. This tool employs microarray expression data obtained from plants under different biotic/abiotic stresses, at different developmental stages, and under various hormone treatment conditions (Table S2 ) [20] . These public microarray data are compiled in the ExPath 2.0 expression database [25] , and, because it offers coexpression analyses, ExPath can be used to determine whether genes are coexpressed under any specific condition.
When hormone treatment or biotic-stress conditions were selected, our coexpression analyses revealed that several ABA-or SA-related TFs can be coexpressed with genes in the AGO, DCL, and RDR families (Table 1) . Almost all of these genes were determined to have at least two coexpressed TFs that are ABA-or SA-regulated. Only RDR6 lacked an SA-related coexpressed TF. Except for SA-regulated TGA2, TGA4, TGA6, and OBP1, there was no unified set of TFs that could bind to the same genes (Table 1) . Most of the identified SA-and ABA-related TFs have positive regulatory roles in their corresponding signaling pathway; the exceptions are ATAF1 and HB33, which have negative roles in the ABA signaling pathway [26] [27] [28] (Table 1) . The identified TFs modulate ABA-or SA-mediated responses depending on the tissue, developmental stage, or stress condition. These data suggest that, depending on the type of stress, ABA or SA may regulate plant response partially/collaboratively through the RNA silencing pathway. It should be noted that PlantPAN 2.0 lacks coexpression profiles for AGO6 due to the absence of a probe targeting AGO6 in the Affymetrix GeneChips microarray sourced from the Arabidopsis information resource (TAIR) database. In addition, we could not detect any expression of AGO5 and AGO9 in the 8-day-old mock or hormone-treated seedlings using several pairs of primers (data not shown). This was confirmed using the Arabidosis eFP browser, which offers expression data of Arabidopsis genes at any developmental stage (http://bar.utoronto.ca/efp2/).
Next we scanned the promoter regions of AGO, DCL, and RDR genes for transcription factor binding sites (TFBSs) of the previously identified TFs. The scan showed that all promoters have multiple binding sites for the identified TFs, indicating that these genes can be regulated by both ABA and SA (Figure 1 ). Because the TFs TGA2, TGA4, TGA5 TGA6, ICE1, and HB33 have several binding sites in the promoters of several genes, the TFBSs were separately visualized ( Figure S1 ). Probable transcription factor that acts as a positive regulator of ABA-responsiveness, mediating the inhibitory effect of ABA on growth during seedling establishment. Binds to the DNA sequence 5 -CAATNATTG-3 .
[27]
AT-HSFA9 AT5G54070 HSF ABA A member of Heat Stress Transcription Factor (Hsf) family. Not responding to heat stress. Is regulated by the seed-specific transcription factor ABI3. In turn, it regulates other heat stress proteins including Hsp17.4-CI, Hsp17.7-CII and Hsp101 during seed maturation.
[ Next we scanned the promoter regions of AGO, DCL, and RDR genes for transcription factor binding sites (TFBSs) of the previously identified TFs. The scan showed that all promoters have multiple binding sites for the identified TFs, indicating that these genes can be regulated by both ABA and SA (Figure 1 ). Because the TFs TGA2, TGA4, TGA5 T1, anized ( Figure S1 ). . 
ABA and SA Exert Similar Effects on Expression of Several Genes in the RNA Silencing Pathway
To examine the effects of ABA and SA on the expression of AGO, DCL, and RDR genes, we treated the seedlings of the WT, the SA mutant sid2-1, the ABA mutant aao3, and the ABA-SA double mutant sid2-1:aao3 with ABA, SA, or mock. Seedlings were collected two days after hormone treatment for analysis of gene expression.
Interestingly, SA exhibited negative effects on AGO1 expression as SA treatment decreased AGO1, while SA mutants increased AGO1 expression (Figure 2A ). In contrast, ABA treatment enhanced AGO1 expression in all lines, especially in sid2-1 in which ABA content is higher than WT [7] (Figure 2A ). In line with ABA effects, impairment of ABA in the single mutant reduced AGO1 expression (Figure 2A) . 
, and (N) DCL4 in seedlings of the Arabidopsis thaliana wild type (WT), the SA mutant sid2-1, the ABA mutant aao3, and their double mutant (D.M) sid2-1:aao3. Six-dayold seedlings were treated with SA (50 µM), ABA (10 µM), or mock (0.1% EtOH); expression was determined by RT-qPCR 2 days later. Values are means + SD of three biological replicates, each carried out with three technical replicates. Analyses of variance (ANOVAs) were conducted to determine significant differences (p < 0.05); when ANOVAs were significant, the means for each gene were compared with a Duncan's post hoc test; means that share a lowercase letter are not statistically different, while different letters denote for statistical differences at least 95% confidence. Figure 2 . Effects of ABA and SA treatment on the relative expression (as determined by RT-qPCR) of (A)
Susceptibility to BaMV Is Not Greater in the ABA/SA Double Mutant Than in the Single Mutants
, and (N) DCL4 in seedlings of the Arabidopsis thaliana wild type (WT), the SA mutant sid2-1, the ABA mutant aao3, and their double mutant (D.M) sid2-1:aao3. Six-day-old seedlings were treated with SA (50 µM), ABA (10 µM), or mock (0.1% EtOH); expression was determined by RT-qPCR 2 days later. Values are means + SD of three biological replicates, each carried out with three technical replicates. Analyses of variance (ANOVAs) were conducted to determine significant differences (p < 0.05); when ANOVAs were significant, the means for each gene were compared with a Duncan's post hoc test; means that share a lowercase letter are not statistically different, while different letters denote for statistical differences at least 95% confidence.
Both SA treatment and ABA treatment caused marginal increases in the expression of AGO2 in WT seedlings, but ABA treatment failed to increase AGO2 expression in SA mutants (sid2-1 or sid2-1:aao3) ( Figure 2B ). In contrast, SA treatment increased AGO2 expression in both ABA and SA mutants, as well as in their double mutant. Because the impairment of SA synthesis diminished the effect of ABA, we inferred that ABA acts upstream of SA in inducing AGO2 expression. In the mock-treated lines, AGO2 expression was marginally lower in the single and double mutants than in the WT, which confirmed that both hormones enhance AGO2 expression ( Figure 2B) . Similarly, AGO3 and AGO10 showed marginal increases following ABA or SA treatment of WT plants. Nevertheless, the effect of both hormones was more pronounced on single and double mutants than on the WT, leading to significant differences in the expression of both genes ( Figure 2C,G) .
ABA treatment increased the expression of AGO4, AGO6, and AGO7 in all lines except for expression of AGO6 in the double mutant ( Figure 2D-F) . Expression of AGO4, AGO6, and AGO7 was not altered by SA treatment or in the sid2-1 mutant (Figure 2D-F) . Therefore, we inferred that both hormones have similar positive effects on the expression of AGO2, -3, -4, and -10, while SA exerts a negative effect on the expression of AGO1.
In the RDR family, SA treatment of the WT seedlings marginally increased the expression of RDR1 ( Figure 2H ) but did not affect the expression of RDR2 or RDR6 (Figure 2I,J) . ABA treatment increased the expression of RDR1, RDR2, and RDR6 only in sid2-1 ( Figure 2H-J) .
The ability of ABA to induce RDR1, RDR2, and RDR6 expression when SA synthesis was impaired indicated that the antagonism between ABA and SA influences the expression of these genes.
In WT plants, SA treatment increased DCL2 expression and marginally induced DCL3 and 4 ( Figure 2K-N) , while ABA treatment of WT plants increased DCL3 expression and marginally increased DCL4 expression (Figure 2M,N) . In the mock-treated aao3 mutant, the expression of DCL2, -3, and -4 was higher than in WT mock. However, SA or ABA treatment often increased the expression of these genes in single mutants, notably in sid2-1 treated with ABA, which indicates that such genes are more sensitive to ABA than to SA. Hormone effects were absent in the double mutant, perhaps because the DCL expression levels were already substantially higher in the mock-treated double mutant than in the mock-treated WT. These results indicate that DCL genes might be regulated in parallel by several factors or hormones that exert clear effects under low ABA or SA conditions, suggesting that such factors/hormones might be antagonistic to both ABA and SA.
Finally, we tested the effect of impaired SA and ABA synthesis on plant tolerance to BaMV infection. Using AGROBEST methodology (Agrobacterium-mediated transformation of BaMV infectious clone (pKB)) [3, 79] , WT, the SA mutant sid2-1, the ABA mutant aao3, and the SA-ABA double mutant sid2-1:aao3 were transfected with pKB. As expected, BaMV CP levels were higher in the single mutants than in the WT (Figure 3) . The BaMV CP level was not higher, however, in the double mutant than in the single mutants (Figure 3) . These results indicate that the affected defense mechanism in the single mutants might be regulated in parallel by SA and ABA (Figure 3) . Finally, we tested the effect of impaired SA and ABA synthesis on plant tolerance to BaMV infection. Using AGROBEST methodology (Agrobacterium-mediated transformation of BaMV infectious clone (pKB)) [3, 79] , WT, the SA mutant sid2-1, the ABA mutant aao3, and the SA-ABA double mutant sid2-1:aao3 were transfected with pKB. As expected, BaMV CP levels were higher in the single mutants than in the WT (Figure 3) . The BaMV CP level was not higher, however, in the double mutant than in the single mutants (Figure 3) . These results indicate that the affected defense mechanism in the single mutants might be regulated in parallel by SA and ABA (Figure 3) . 
Discussion
The coexpression analyses conducted using PlantPan 2.0 provided a list of TFs that might be coexpressed with the RNA silencing-related genes of interest in this study. These TFs had been experimentally verified to be induced by SA and ABA treatments based on publicly available RNAseq data that PlantPan 2.0 and ExPath 2.0 collaboratively use [20, 25] . The coexpression analyses showed that the selected TFs can be coexpressed with RNA silencing genes in response to various hormone treatments (Table 1) . TFBSs in the promoter regions of the RNA silencing genes were then identified based on the experimentally verified cis-elements compiled in PlantPan 2.0.
Both ABA and SA have been reported to greatly affect the resistance to several viruses [10, 11] , including BaMV, PVX, and soybean mosaic virus in response to ABA [3, 12] . With bamboo mosaic virus as an example, the results presented here suggest that certain ABA-or SA-related TFs regulate the expression of the RNA silencing genes, which may explain how both hormones influence Figure 3 . The susceptibility of wild type (WT) and ABA and SA mutant seedlings to BaMV. Six-day-old seedlings of the WT, sid2-1, aao3, and sid2-1:aao3 were infected with a BaMV infectious clone (pKB) using Agrobacterium-mediated transformation (AGROBEST method). Total proteins were extracted 4 days later, and BaMV coat protein was quantified by Western blot analysis as indicated in the figure. The experiment was carried out in 3 biological replicates with similar results ( Figure S2 ). Band densities (anti-CP and RuBisCO from Ponceau-S staining) were measured with Image J software, and the CP level in each line was normalized to the corresponding Rubisco band. Values are means ± SD of three biological replicates. An asterisk indicates a significant increase relative to the WT (which was set at 1.0) according to a one-sided Student's t-test (p < 0.05).
Both ABA and SA have been reported to greatly affect the resistance to several viruses [10, 11] , including BaMV, PVX, and soybean mosaic virus in response to ABA [3, 12] . With bamboo mosaic virus as an example, the results presented here suggest that certain ABA-or SA-related TFs regulate the expression of the RNA silencing genes, which may explain how both hormones influence resistance to viruses through the RNA silencing pathway.
In response to ABA, several TFs are coexpressed and act hierarchically; their dynamic binding to the promoters of target genes defines plant responses to the stress [80] . Song et al. (2016) found that highly upregulated genes are often targeted by several TFs through top-up building, while downregulated genes are associated either with static binding by TFs or with downregulated TF binding. It follows that the hierarchical activity of the coexpressed ABA-related TFs identified in Table 1 can promote coordinated regulation of the ABA-regulated RNA silencing genes. Such dynamic binding activity can also be expected for the SA-related TFs on their target genes.
The RNA silencing pathways are partially controlled by several hormones/networks in order to fine-tune plant responses to various biotic/abiotic stresses. Hormone pathways such as those for SA, ABA auxin, and ethylene were previously reported to partially regulate a few components in the RNA silencing pathways [3, 13, 14, 16, 81, 82] . Although antagonism is the only previously reported relationship that directly governs the interactive effects of the SA and ABA pathways, the current study shows that their regulatory effects on the expression of the RNA silencing genes are similar for some genes, antagonistic for others, and hierarchical for AGO2 (Figure 2 ). The expression of AGO1 is probably a subject of such antagonism because the SA biosynthesis gene ICS1 is highly upregulated in the aao3 mutant [7] , which might explain the downregulation of AGO1 in aao3. Antagonism between ABA and SA was also observed for their regulation of the RDR genes in that ABA enhanced their expression only in SA mutants ( Figure 2H-J) .
Both hormones had marginal but positive effects on the expression of AGO2, AGO3, AGO10, DCL2, DCL3, and DCL4 in WT seedlings (Figure 2) . However, such effects become more pronounced when a mutant of either pathway was treated with the hormone of the other pathway; this was the case for most of these genes when sid2-1 was treated with ABA, and for AGO2, AGO3, and AGO10 when aao3 was treated with SA. The inability of ABA to induce AGO2 in the SA mutant indicates that ABA acts upstream of SA in inducing AGO2 and represents a rare example of SA-dependency for an ABA-regulated gene ( Figure 2B ). It was previously reported that SA treatment only slightly increased AGO2 expression in WT plants, but substantially increased AGO2 expression in 2b-transgenic lines (cucumber mosaic virus 2b protein) [83] . The existence of TFs that are positively regulated by SA and that bind to some AGO promoters suggests that SA may enhance the expression of AGO4, AGO6, and AGO7, but the expression of such genes is probably spatiotemporal regulated. In previous studies, SA increased AGO1 expression during leaf senescence [70, 84] , but SA reduced AGO1 expression in seedlings in the current study (Figure 2) . Thus, the effect of SA on AGO1 can be positive or negative depending on plant age or tissue (Figure 1) . The regulatory effect of ABA on some genes may also be age-dependent [85] . ABA treatment did not increase AGO7 expression in 35-day-old A. thaliana plants in our previous study [3] , but did so in the 8-day-old seedlings of the current study ( Figure 2F ). This suggests that the effect of ABA could be spatiotemporal and/or indirect.
None of the mutants tested, including the double mutant, showed a substantial decrease in the expression of any of the genes in the seedling stage (eight days old) (Figure 3 ). This observation supports the notion that the RNA silencing pathway might be controlled by several networks involved in several cellular processes, such that plants cannot afford a complete shutdown of this pathway. As a consequence, the expression levels of many of those genes are evidently maintained at some minimum level by multiple factors.
The expression of AGO1, 2, 3, and 10 was marginally downregulated in the aao3 and sid2-1 mutants (Figure 2A,B,C,G) . Except for AGO10, mutants of all of these AGOs affect the susceptibility of A. thaliana to BaMV [3] . None of these AGOs showed enhanced downregulation in the double mutant, which suggests that there are other complementary factors/hormones that help maintain a minimum level of AGO gene expression in the absence of ABA or SA. These other factors could include the antagonistic hormones jasmonic acid, ethylene, or auxins [86] , which may regulate the expression of some RNA silencing genes through their related TFs (Table S1 ). In addition, the enhanced susceptibility to BaMV in the single or double mutants at the seedling stage suggests that other defense mechanisms are also influenced by the impairment of ABA or SA pathways. Callose deposition, which limits virus spread, is decreased when ABA or SA levels are low [11] . ROS accumulation, which also contributes to basal immunity against several viruses, is increased in the sid2-1 mutant, but ROS levels were lower in the ABA signaling mutant abi4-1 than in the WT [87, 88] . The overall outcome of defense against BaMV in A. thaliana seedlings appears to be equal among single and double mutants.
In conclusion, ABA and SA enhance plant defense to RNA viruses largely via the antiviral RNA silencing pathway, i.e., both hormones increase the expression of those genes in the RNA silencing pathway that are required for Arabidopsis resistance to BaMV. The coexpression analyses identified several ABA and SA TFs that may regulate the expression of those genes. Other candidate TFs regulated by other hormones such as ethylene or jasmonic acid also suggest that the RNA silencing pathway is a hub tuned by hormones in response internal or external stimuli. The effect of hormones on RNA silencing may not be equal or similar; for example, the expression of several AGOs was influenced more by ABA than by SA. The effects of ABA and SA on the RNA silencing genes depend on the individual gene: in some cases, the effects are similar, and in other cases they are redundant, hierarchical, or antagonistic. It also seems that the effect of hormones on the RNA silencing pathway is influenced by plant age and tissue. Additional research is therefore needed to understand how hormones regulate the RNA silencing pathway during different stages of plant growth and in response to different stresses.
Materials and Methods
Coexpression and Promoter Analyses
PlantPan 2.0 was used to identify TFs that are coexpressed with genes in the AGO, DCL, and RDR families [20] . By selecting hormone treatments and/or environmental stress conditions, we obtained lists of TFs that are coexpressed with the queried gene as indicated by a Pearson correlation coefficient with a p-value > 0.8 (Table S1) . To obtain a shortlist of TFs that are regulated only by SA or ABA, GO and functional descriptions of these TFs were queried manually in the Plant Transcription Factor Database v4.0 http://planttfdb.cbi.pku.edu.cn/ [89] . All TFs regulated by ABA or SA along with the promoters that the TFs probably bind to are listed in Table 1 .
Regions 2000 bp upstream of the transcription start sites (TSSs) containing the promoters of AGO, DCL, and RDR family genes were subjected to promoter analyses using the Plant Promoter Analysis Navigator in PlantPan 2.0 [20] . The TFs and their binding sites within the promoter regions were visualized using PlantPan 2.0.
Plant Materials
The following A. thalianalines were used; wild type (Col-0), SA-biosynthesis mutant (sid2-1), ABA-biosynthesis mutant (aao3), and their double mutant (sid2-1:aao3). Seeds of these lines were germinated and grown in liquid MS medium at 20 • C under a 16/8 h photoperiod in 6-well plates until they were 6 days old, at which time hormone treatments were applied.
Hormone Treatments
When seedlings were 6 days old, the liquid MS medium was replaced with fresh MS containing ABA (10 µM), SA (50 µM), or mock (0.5% EtOH in ddH 2 O). Two days after treatment, 10 seedlings from each line (WT, sid2-1, aao3, and sid2-1:aao3) were collected for RNA extraction and cDNA synthesis.
RNA Extraction and Real-Time Quantitative PCR (RT-qPCR)
Total RNA was extracted using TRIzol following the manufacturer's instructions. First-strand cDNA was generated with the Superscript III kit (Invitrogen), and RT-qPCR was carried out with SYBR green (Roche) using ∆∆C t methodology. Actin was used as a reference gene as described previously [3, 90] . The RT-qPCR primers used in this study are listed in Table S3 . One-sided Student's t-tests (p < 0.05) were used to determine whether the expression level of each gene in each line was upregulated or downregulated relative to the mock-treated WT.
Protein Analyses
Six-day-old seedlings of the WT, sid2-1, aao3, and sid2-1:aao3 were inoculated with the pKB clone of BaMV [91] using the AGROBEST method as described previously [3, 79] . Total proteins were extracted 4 days after inoculation as described previously [3] . BaMV coat protein (CP) was detected as described previously [23, 90] . The experiment was carried out in 3 biological replicates with similar results ( Figure S2 ).
Statistical Analysis
Treatments were applied to seedlings arranged in completely randomized blocks. RTqPCR data (means ± SD) were subjected to two-way analyses of variance (ANOVAs) to compare the effects of hormone treatments and plant lines on the expression of each gene. When an ANOVA was significant (p < 0.05), means were compared with a Duncan's post hoc test. Different letters denote for statistical differences at least 95% confidence. The CoStat package, version 6.451, was used for statistical analysis.
Supplementary Materials: Supplementary materials can be found at http://www.mdpi.com/1422-0067/20/10/ 2538/s1. Figure S1 . Transcription factor binding sites of TFs on promoters with abundant cis-regulatory elements: The TFs HB33, ICE1, OBP1 (TGA1), TGA2, TGA3, TGA4, TGA5, and TGA6 have several binding sites for the promoters of RNA silencing genes. Transcription factors TGA1 (OBP1), 2, 3, 4, 5, and 6 bind to the same TF-motif TGACG (TF_motif_seq_0271) [92] [93] [94] [95] . PlantPan 2.0 was used for promoter analysis and TFBS visualization. Figure  S2 . The susceptibility of wild type (WT) and ABA and SA mutant seedlings to BaMV infection. Table S1 . Lists of TFs that are coexpressed with the RNA silencing genes (AGO, DCL, and RDR gene families) in response to the indicated hormone treatments and environmental stresses. TFs were included if their Pearson correlation coefficients were p-values > 0.9 (except that TFs for AGO5 and RDR1 were included if their correlation coefficients were >0.6). Table S2 . Characteristics of the public microarray data compiled in ExPath 2.0 and used by PlantPan 2.0 for coexpression analyses. Table S3 . Primers used in the study.
